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  ﭼﮑﯿﺪه ﻓﺎرﺳﯽ
ﮔﻮﻧﻪ هﺎي ﮐﺎﻧﺪﯾﺪا ﻣﻬﻤﺘﺮﯾﻦ ﻋﻠﺖ ﻗﺎرچ هﺎي ﻓﺮﺻﺖ ﻃﻠﺐ هﺴﺘﻨﺪ. ﺑﺎ ﺗﻮﺟﻪ ﺑﻪ اﻟﮕﻮهﺎی ﻣﺨﺘﻠﻒ ﻣﻘﺎوﻣـﺖ  ﻣﻘﺪﻣﻪ:
ﻣﻌﺘﺒﺮ و ﺳﺮﯾﻊ ﺑﺮای ﺷﻨﺎﺳﺎﯾﯽ و اﻧـﺪازه ﮔﯿـﺮی آﻧﻬـﺎ ﻣـﻮرد  روش هﺎی، ﻮﺗﯿﮑﯽ در ﮔﻮﻧﻪ هﺎی ﻣﺨﺘﻠﻒ ﮐﺎﻧﺪﯾﺪاآﻧﺘﯽ ﺑﯿ
ﯾﮏ روش ﺟﺪﯾﺪ ﺑـﺮای ﺗﺸـﺨﯿﺺ ﺳـﺮﯾﻊ ﻋﻔﻮﻧﺘﻬـﺎی  gnitlem noituloser hgiH sisylanA(َAMRH)ﻧﯿﺎز اﺳﺖ. 
ﻗﺎرﭼﯽ اﺳﺖ. ﻓﯿﻠﻮژﻧﯽ ﻣﻮﻟﮑﻮﻟﯽ ﺑﺮای ﺷﻨﺎﺧﺖ ﺑﻬﺘﺮ ﮔﻮﻧﻪ ﮐﺎﻧﺪﯾﺪا و ﺗﺸﺨﯿﺺ ﮔﻮﻧﻪ هـﺎی ﮐﺎﻧﺪﯾـﺪا ﺿـﺮوری اﺳـﺖ. 
ﺑـﺎ  ﻣﻨﻔـﯽ VIHاﻓـﺮاد و  SDIA / VIHﺟـﺪا ﺷـﺪه از ﺑﯿﻤـﺎران ﮐﺎﻧﺪﯾـﺪا ﻣﻮﻟﮑـﻮﻟﯽ هﺪف از اﯾﻦ ﻣﻄﺎﻟﻌـﻪ ﺷﻨﺎﺳـﺎﯾﯽ 
 و ﺑﺮرﺳﯽ ﺗﻨﻮع ژﻧﺘﯿﮑﯽ ﮔﻮﻧﻪ هﺎی ﮐﺎﻧﺪﯾﺪا ﺑﻮد. MRH اﺳﺘﻔﺎده از روش 
ﺟـﺪا اﯾﺰوﻟـﻪ ﮐﺎﻧﺪﯾـﺪا  ١٢١و  SDIA/VIHاز ﺑﯿﻤـﺎران  ﺟـﺪا ﺷـﺪه اﯾﺰوﻟﻪ ﮐﺎﻧﺪﯾـﺪا ١١١، در اﯾﻦ ﻣﻄﺎﻟﻌﻪ روش ﮐﺎر:
 noituloser hgiH و آﻧــﺎﻟﯿﺰ ﻣﻨﺤﻨــﯽ  RCP emiT-laeRﺑــﺎ اﺳــﺘﻔﺎده از روش  ﻣﻨﻔــﯽ VIHاﻓــﺮاد از ﺷــﺪه 
 ﻧﻤﻮﻧﻪ ﺑﺮای ﺗﻌﯿﯿﻦ ﺗﻨﻮع ژﻧﺘﯿﮑﯽ اﺳﺘﻔﺎده ﺷﺪ. ٩ﺷﻨﺎﺳﺎﯾﯽ ﺷﺪﻧﺪ. ﻋﻼوه ﺑﺮ اﯾﻦ ، از gnitlem
 ﺪاﯾـﮐﺎﻧﺪ ۴۶ﺷـﺎﻣﻞ  ﯾﯽ ﺷـﺪﻧﺪ ﮐـﻪﺷﻨﺎﺳـﺎ ﺪاﯾـﮐﺎﻧﺪ یهـﺎ ﺷـﺶ ﮔﻮﻧـﻪ از ﮔﻮﻧـﻪ SDIA/VIH ﻤـﺎرانﯿدر ﺑ:  ﯾﺞ:ﻧﺘـﺎ
 ۴٪(، ٨٫١) ه ایﮐــــﺮوز ک. ٢٪(، ٢٩٫٧٢ﮔﻼﺑﺮاﺗــــﺎ )ک. ١٣، (٪٩٫٠ک.ﮐﻔﯿــــﺮ) ١٪(، ٧٫٧۵) ﺲﯿﮑــــﻨآﻟﺒ
ﻣﺨﺘﻠـﻒ  ﺪاﯾـﮐﺎﻧﺪ ﻪ، هﺸـﺖ ﮔﻮﻧـ ﻣﻨﻔـﯽ VIH٪(. در اﻓﺮاد ١٫٨) ﺲﯾﻠﻮزﯿﭘﺎراﭘﺴک. ٩٪(، و ۶٫٣) ﺲﯿﮑﺎﻟﯿﺗﺮوﭘک.
 ٣١٪(، ۶١٫۴١) ه ایﮐ ــﺮوز ک. ٧١٪(، ۵١ﮔﻼﺑﺮاﺗ ــﺎ ) ﺪاﯾ ــﮐﺎﻧﺪ ٨١٪( و ٣٣٫٨٣) ﮑ ــﻨﺲﯿآﻟﺒ ﺪاﯾ ــﮐﺎﻧﺪ ۶۴ﺷ ــﺎﻣﻞ 
ﮐﺎﻧﺪﯾـﺪا  ٢و ک.ﮐﻔﯿـﺮ  ٢٪( و ٣٫٨) ﺲﯾﻠﻮزﯿﭘﺎراﭘﺴـک. ٠١، )٪1(ک.ﻟﻮزﯾﺘﺎﻧﯿـﺎ ٢١٪(، ٣٨٫٠١) ﺲﯿﮑـﺎﻟﯿﺗﺮوﭘک.
ﻣﺠـﺰا  edalcbuSو ﺷـﺶ  ﯽاﺻـﻠ edalCﻧﺸـﺎن داد ﮐـﻪ دو  ﯽﻠـﻮژﻧﯿﻓ ﺞﯾ. ﻧﺘـﺎﺷﻨﺎﺳﺎﯾﯽ ﺷـﺪ٪(۶۶٫١) ﮔﯿﻠﺮﻣﻮﻧﺪی
  ﺑﻮدﻧﺪ. 2 edalCﻣﻮرد ﻣﻄﺎﻟﻌﻪ در  ی٪ از ﺟﺪاﯾﻪ هﺎ١١/١١و  1 edalC٪ از ﺟﺪاﯾﻪ هﺎ در ٨٨/٩وﺟﻮد دارد. 
و ﺑﺎﯾـﺪ ﺑـﻪ  ﺑﺎﺷـﺪ ﮐﺎﻧﺪﯾـﺪا ﻣـﯽ ﻣﻬﻢ ﺑﺮای ﺗﻌﯿﯿﻦ ﮔﻮﻧﻪ هﺎی ﺳﺎدهو  ﻗﺎﺑﻞ اﻋﺘﻤﺎدروﺷﯽ  MRH روش  ﻧﺘﯿﺠﻪ ﮔﯿﺮی:
 ﻋﻨﻮان ﯾﮏ روش ﺗﺸﺨﯿﺼﯽ در ﻧﻈﺮ ﮔﺮﻓﺘﻪ ﺷﻮد.
 ،ﻣﻨﻔـﯽ VIHاﻓـﺮاد  ،SDIA/َVIH اﻓـﺮاد ،gnitlem noituloser hgiH ،ﮔﻮﻧـﻪ هـﺎی ﮐﺎﻧﺪﯾـﺪا ﮐﻠﻤـﺎت ﮐﻠﯿـﺪی:
  ﻓﯿﻠﻮژﻧﯽ
  
  
Abstract 
Background and objective: Candida	species are the most important cause of opportunistic 
mycoses. Due to different antimycotic resistance patterns in various Candida spp, reliable and 
fast techniques for their identification and quantification are needed. Real-time PCR followed 
by high resolution melting analysis (HRMA) is a novel approach for rapid diagnosis of fungal 
infections. Molecular phylogeny is essential to better recognition the evolution of the genus 
Candida and detection of the relative degree of Candida species. The purpose of this study was 
molecular identification of Candida isolates obtained from HIV/AIDS patients and HIV 
negative  persons by Real time PCR- High Resolution Melting Analysis and investigation of the 
genetic diversity of Candida species. 
Materials and Methods: In this study, 111 Candida	isolates from HIV/AIDS patients and 121 
Candida	isolates obtained HIV-negative persons were identified by Real-Time PCR and high 
resolution melting curve analysis. In addition, 9 samples were used for the determination of 
genetic diversity.  
Results: In HIV/AIDS patients identified Six species of Candida spp included 64 C. albicans 
(57.7%), 1 C. kefyr (0.90%), 31 C. glabrata (27.92%), 2 C. krusei (1.8%), 4 C. tropicalis 
(3.6%), and 9 C. parapsilosis (8.1%). In HIV-negative persons, identifided Candida were eight 
different species included 46 C. albicans (38.33%) followed by 18 C. glabrata (15%), 17 C. 
krusei (14.16%) , 13 C. tropicalis (10.83%), 12 C. lusitaniae (1%), 10 C. parapsilosis (8.3%) 
and 2 C. kefyr and 2 C. guillermondi (1.66%). The results of phylogenetic analysis showed that 
  
there were two main clades and six separate subclades. About 88.9% of the isolates were located 
in clade I and 11.10% of the studied isolates was in clade II. 
Conclusion: HRM is a reliable and simple approach for identifying important Candida species. 
It should be considered as a diagnostic method. 
Keyword: Candida spp, High resolution melting, HIV/ADIS, HIV-negative  persons, 
phylogeny 
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